SNP arrays of clear cell renal cell carcinoma (ccRCC) primary tumors were acquired from GSE14994 (1) and GSE25540 (2). Raw intensity files were analyzed and segmented as previously described (2) and displayed as a heatmap using NCBI36.1 annotation (hg18). Overall survival was computed from the date of surgery to the date of death. Patients alive at the end of the study period were censored at the date of last follow-up or the last date the patient was known to be alive, whichever was longer. Kaplan-Meier was used to estimate the survival curves and comparisons were performed using the log-rank test. Statistical analyses were conducted using SPSS Statistics 17.0, except for the Mantel-Haenszel test, which used SAS 9.0.
Supplementary Methods
SNP arrays of clear cell renal cell carcinoma (ccRCC) primary tumors were acquired from GSE14994 (1) and GSE25540 (2). Raw intensity files were analyzed and segmented as previously described (2) and displayed as a heatmap using NCBI36.1 annotation (hg18). Overall survival was computed from the date of surgery to the date of death. Patients alive at the end of the study period were censored at the date of last follow-up or the last date the patient was known to be alive, whichever was longer. Kaplan-Meier was used to estimate the survival curves and comparisons were performed using the log-rank test. Statistical analyses were conducted using SPSS Statistics 17.0, except for the Mantel-Haenszel test, which used SAS 9.0.
